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Preliminary structure refinement was carried out at 2.65 Å, where data completeness was 98.5% overall (98.7% for 2.70-2.65 Å). 
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RMS deviations from ideal values
Bond lengths (Å) 0.010
Bond angles (°) 1.18
Values for the highest resolution shell are given in parentheses Supplementary Figure S1 . Electron density difference maps in the 15 binding sites. Initial F o -F c electron density maps contoured at 3σ (green) and -3σ (red) superposed on the refined protein-inhibitor complex structure. Maps calculated after preliminary refinement of an unliganded protein model against the structure factors of the protein-inhibitor complex. Maps are shown for both subunits A and B observed in the asymmetric unit.
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